Please be advised that following publication of the original article [1] , the authors have identified the following errors with the scientific content: Fig. 1 (please note that the corrected Fig. 1 is enclosed in this article):
In part '(E)', the arrow which indicates the location of the p. Arg32936His variant is incorrectly positioned In part '(F)', the amino acids should be in the N-C orientation, with the "O" letters replaced by "D"s Legend of Fig. 1 (specifically, in the part concerning '1e'): "(The novel missense variant p. Arg32936His reported here is indicated in red localized in the M domain)" should instead read "(The novel missense variant p. Arg32936His reported here is indicated in red localized in the FN3 domain 128, which is situated in the distal A-band region)"
In subsection (of the 'Results' section) 'Whole genome sequencing':
"the amino acid (aa) sequence located in the M domain of TTN gene" should instead read "the amino acid (aa) sequence located in the FN3 domain 128 of TTN gene"
In the 'Discussion' section:
"Carriage of the mutation c.98807G > A which is very close to the M domain of the TTN gene" should instead read "Carriage of the mutation c.98807G > A which is in the FN3 domain 128 of TTN gene"
The authors apologize for this error. 
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